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Supplementary Figure 12: Histograms (black bars) for the number of modules of the organism 

indicated on the left with a given fraction of homologues in another organism (bottom). The fraction is 

given by the number of module genes that possess at least one homologue divided by the size of the 

module. For comparison we computed the distributions for 5,000 controls using modules of the same 

size, but with randomly selected genes (gray). The observed distributions usually deviate significantly 

from the control. In particular, the number of modules with very few homologues (less than one-sigma 

[< � ] of the control distribution) is more than expected. Moreover, for yeast (and to less extend for 

C. elegans) also the number of modules with very many homologues (more than one-sigma [> � ] of the 

control distribution) is significant. 

 


